RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0043)
phosphofructokinase (CDS_0045)
thymid‘ylate synthasgCDS_0044)
3233 34 3536373839 40 4142 | | 4647 48

MGV-GENOME-0267544 23494:31750(+)

CDS_0036 CDS_0038
CDS_0031 TCDS_0037 T CDS_0043 DNA helicase (CDS_0044)

PEEODACHHTD DO T

MGV-GENOME-0243392 23659:32304(+)

DNA polymerase (CDS_0047)
39 40 41 42 43 44 45 46 48 49

PEEOD-EHDD ) D DD ) ) V)

MGV-GENOME-0306567 23701:39976(+)

40 41 42 43 44 45

PEEDD-EHD- P DD D) ) ) Y,V

MGV-GENOME-0283936 23415:36329(+)
40 41 42 43 44 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0045)

IMGVR_UViG_3300045988_018163|3300045988|Ga0495776_094629 23415:36329(+)
36 37 38 39 40 41 4344 45 Dnd__DndA (CDS_0046)

MGV-GENOME-0289050 23659:36672(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0040)
exonuclease (CDS_0038) RM_Type_ll__Type_ll_MTases__Type_l|_MTases_FAM_0 (CDS_0044)

35 37 39 41 thymidylate synthase (CDS_0045)

IMGVR_UViG_3300045988_013716|3300045988|Ga0495776_185015 23660:36765(+)
36 38 39 40 41

37
— S I I I ) B S V)

36

35
DO HOA

MGV-GENOME-0306597 23660:36566(+)

36 37 38 39 40 43 DNA methyltransferase (CDS_0044)

PEDE - T OESEDETTTTTD { EDDPE

MGV-GENOME-0275940 23658:35079(+)
37 38 3940 41

PEOD-EHE- T -¢@D DD DD

MGV-GENOME-0271782 23635:34274(+)

CDS_0036
] cDs_0037CDs 0038

PEEOD-AHDPA D DL 500

MGV-GENOME-0276237 23659:33211(+)
36 37 38 39 RM_Type_II_Type_|l_MTases__Type_ll_MTases_FAM_0 (CDS_0040)

PEOD-EH- ISR

MGV-GENOME-0258040 23657:31974(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0043)
exonuclease (CDS_0041)
39
36 37 38]40 42 44 46

IMGVR_UViG_3300045988_017413|3300045988|Ga0495776_186941 23655:37773(+)

CDS.0036 CDS 0038 cysH_IV-B_1 (CDS_0043)
TcDs.0037 | CDSs 0039 CDS_0045

PEODAGDITT DT DL B Db

—
MGV-GENOME-0286602 23659:34188(+)

internal virion protein with endolysin domain (CDS_0042)
40 43
37 38 39 41 T4a a5 46 47 48

D ), B Ve Y

MGV-GENOME-0296398 23637:39573(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0040)
exonuclease (CDS_0038)
37 39 41

D ), b Y

IMGVR_UViG_3300045988_012488|3300045988|Ga0495776_148884 23631:35949(+)

42
38 39 4041 43 44 45 46 47 Dnd_DndA (CDS_0051) 52

PEEDD-ECHD- T D ODEDIOITTTED {0 D DI D)

—
MGV-GENOME-0293348 23659:38397(+)

transglycosylase (CDS_0044)

42 45
38 39 4041 43 Tae 49
MGV-GENOME-0284026 23658:36074(+)
transglycosylase (CDS_0046)
44 SspBCDE__SspD (CDS_0054)
39 40 41 4243] 45 4748 49 50 51 5758

MGV-GENOME-0295990 23632:38632(+)

44  Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0051)
39 40 41 Q@T 45 46 4748 49 50 58

IMGVR_UViG_3300045988_039545|3300045988|Ga0495776_097457 23632:38632(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0049)
42 exonuclease (CDS_0047)
37 38 39 40 ﬂT 43 44 4546 48 50

IMGVR_UViG_3300029612_000014|3300029612|Ga0245127_100661 23659:39247(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0050)
DNA binding protein (CDS_0042)
transposase (CDS_0041) exonuclease (CDS_0048)
40 | 43 44 45 4647 49 radical SAM domain protein (CDS_0053)

DL EO0D0D

TemPhD_cluster_48369 23902:38289(+)
transglycosylase (CDS_0045)

43
38 39 40 4142] 44 4647 48 49 50
MGV-GENOME-0296371 23687:39088(+)
transglycosylase (CDS_0041)
39 exonuclease (CDS_0044)
34 35 36 QC@T 40 4243 45 46

MGV-GENOME-0293826 23151:38792(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0049)
transglycosylase (CDS_0044)

42 exonuclease (CDS_0047)
37 38 39 4041] 43 4546 48 50

IMGVR_UViG_3300045988_057157|3300045988|Ga0495776_117312 23838:40083(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0049)
tyrosyl-tRNA synthetase (CDS_0039)
transglycosylase (CDS_0044)

42 exonuclease (CDS_0047)
37 38 4041] 43 4546 48 50
I
IMGVR_UViG_3300045988_047469|3300045988|Ga0495776_097902 23838:39551(+)
transglycosylase (CDS_0042)
40 exonuclease (CDS_0045)
36 37 QSBT 41 4344 46 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0047)
IMGVR_UViG_3300045988_020557|3300045988|Ga0495776_137760 23660:39071(+)
internal virion protein with endolysin domain (CDS_0041)
38 exonuclease (CDS_0044)
35 36 3739 40 4243 45 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0046)
IMGVR _UViG_3300045988 045842|3300045988|Ga0495776_132920 23618:38240(+)
transglycosylase (CDS_0043)
41
37 38 3940] 42 4445 46 47 48 49 51
MGV-GENOME-0295883 23657:39186(+)
transglycosylase (CDS_0043)
41 exonuclease (CDS_0046)
37 38 3940] 42 4445 47 48 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0049)

IMGVR_UViG_3300045988_020158|3300045988|Ga0495776_138128 23657:39186(+)

37
3536 38 39 4041 42 43 44 45

- OD-ACPDED DT OPED L DEEDOED

IMGVR_UViG_2788500068_000002|2788500068|2788533185|510819-553698 23206:35872(+)

39 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0047)
31 33 35 36 3738] 40 41 4243 44 45 46 50

PEEOD - HHH{ITTO-DODEDOIED ORI o DEDDOOD

IMGVR_UViG_3300045988_025746|3300045988|Ga0495776_139606 21487:36671(+)

lytic tail protein (CDS_0041)
39
35 36 3738 40 4243 44 4546 47

[, O G, I I ey ) B ) S B b/ L PO

MGV-GENOME-0287341 21487:36671(+)

41 exonuclease (CDS_0044)
37 38 QALOT 42 43 45 46 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0047)

IMGVR_UViG_3300045988_035258|3300045988|Ga0495776_092760 23252:38018(+)

transcriptional regulator (CDS_0035) Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0046)
34 [ 36 37 3839 40 41 4243 44 45 47

B E-ACOH DD DEDEDIED O IO Y, Y W

—
IMGVR_UViG_3300045988_016291|3300045988|Ga0495776_099993 23177:39121(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0047)
transcriptional regulator (CDS_0035) lytic tail protein (CDS_0042)
34 | 36 37 38 3940 41 4344 45 46 48

g I, s O O e I e N b, O O R, R, S e B ), I e Wy W

I
IMGVR_UViG_3300045988_018139|3300045988|Ga0495776_015665 23179:39281(+)

38
37 39 40 4142 43 44 45 46

PEODAHEDHMEBOIET T OOEDDETTTTTTO0 0000

—
IMGVR_UViG_3300029509_000123|3300029509|Ga0244802_100111(50610-94177 23661:36852(+)

internal virion protein with endolysin domain (CDS_0042)
40
36 37 38 QT 41 4344 45 46 47 51

PEODADH OO O ODESTTTO0 DL 0D

I
MGV-GENOME-0292359 22516:38063(+)

DNA binding protein (CDS_0036)
38 exonuclease (CDS_0043)
34 35 ?:JT 39 40 4142 44 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0045)

D O 000

IMGVR_UViG_3300029856_000323|3300029856]Ga0245296_100460|3-45962 23274:39244(+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0050)
internal virion protein with endolysin domain (CDS_0045)
42 exonuclease (CDS_0048)
39 40 41743 44 4647 49 51

IMGVR_UViG_3300045988_048849|3300045988|Ga0495776_054088 23608:38871(+)

internal virion protein with endolysin domain (CDS_0041)
38
35 36 37 [39 40 4243 44 45 46 47

DI 00D

MGV-GENOME-0296879 23162:39074(+)
38 39 40 4142 43 44 45

o I I, O O N N B DL EOPD0D

IMGVR_UViG_2788500450_000001|2788500450/2788569340|7357-50299 23454:35891(+)

exonuclease (CDS_0040)
35 36 37 3839 41 42 43

(2 I s G (O O O I I I, W, I Ry v D W )

IMGVR_UViG_3300008523 000325|3300008523|Ga0115231_1000139(29166-71938 23230:36147(+)

transglycosylase (CDS_0040) 46
38 39 4142 43 44 45 Tﬂ 52
MGV-GENOME-0287592 23659:37529(+)
RuvC-like Holliday junction resolvase (CDS_0043)
46
38 39 40 41 42 44 AET 47 48 4950 51 52 53 tRNA splicing ligase (CDS_0059) 60

B OBECH-H{TTTD—H - HTO DD ) ED T D)

IMGVR_UViG_3300029389_000430|3300029389|Ga0243995_1000059(46255-95594 23918:43140(+)

k 7000 nt 1

DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation

unknown function Defence
I



